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Introduction
Helminth infections continue to be ubiquitous in the tropics with the 2016 Global Burden of Disease study indicating that currently 800 million individuals are likely to be infected worldwide with A. lumbricoides, 451 million with hookworm, 435 million with T. trichiura, and 190 million with schistosomiasis [1] . These figures suggest that worm infections may continue to induce significant morbidity on the world's poorest populations; indeed, the latest 2016 disability-adjusted life year (DALY) estimates suggest that infection by these parasites could contribute to a loss of 6.6 million years lived with disability (YLD) presently, representing up to 6.5% of all the YLD due to communicable, maternal, neonatal, and nutritional diseases globally [1] .
It has long been recognized that polyparasitism with helminths is a common feature of human infections in helminth-endemic regions. Areas endemic for multiple helminthiases have been shown to also harbor a higher burden of intestinal protozoan infections, malaria, tuberculosis (TB), and human immunodeficiency virus (HIV) [2] . Geographic patterns in endemicity, for example, have demonstrated that helminth co-infection with TB and HIV are pervasive in tropical geographies [2] , and a recent meta-analysis indicated that soil-transmitted helminths and malaria may also be similarly co-endemic [3] . The transmission dynamics of these infections are influenced by polyparasitic infections; infection by one parasite species can alter host susceptibility to additional parasite species [4] . There is growing literature demonstrating that helminth infections can detrimentally reduce host resistance to the microbes causing TB, HIV, and malaria [5] . Additionally, helminth infections have been found to affect vaccine efficacy [6] , which may also influence the occurrence of these major co-infections. For example, studies have found that helminths hinder the immune response to the oral cholera vaccine [7] and similarly that helminth-infected individuals have impaired immune responses to vaccines for tuberculosis and tetanus compared to non-helminth infected individuals [8] [9] [10] [11] [12] .
These results, coupled with insights from studies of infectious disease transmission taking a community ecology perspective [13, 14] , suggest that helminth infections may continue to persist in the world's poorest communities in spite of the enactment of large-scale national control programs. Indeed, increasing research has also demonstrated how interventions focused on one species alone in such a complex could result in unintended and potentially perverse health consequences resulting from the remaining infections [15] [16] [17] . These results indicate that gaining a better understanding of the extent and community ecology of helminth polyparasitism is a major need if effective control of these widespread and persistent infections is to be achieved [13, 14, 18, 19] . In spite of these findings, parasites, including helminths, tend still to be studied in isolation, presumably because of the diagnostic challenges of undertaking multiple infection studies [20, 21] .
Despite the commonality and potential importance of helminth polyparasitism, the health consequences are not well-studied [20] [21] [22] [23] , likely due to the diagnostic challenges as well as the non-specific morbidity and chronic nature of helminth infections [20, 24] . A 2008 review of existing studies on the health implications of soil-transmitted helminths, schistosomiasis, and malaria indicates that polyparasitism may have an additive and/or synergistic effect on nutrition and organ pathology [22] . An additional review of the literature related to all coinfections published in 2009 also found co-infections to be associated with larger negative health effects [23] . These studies indicate that by examining diseases individually, the true human health burden induced by the polyparasitic nature of helminth infections could be seriously underestimated [22, 23] .
The above indicates that quantifying the fundamental patterns of helminth polyparasitism, including the relative frequency of co-infection with various major pathogens and infection/ morbidity differences between single-species and co-infection, will constitute a first step in assessing the potential impact that polyparasitism can play not only in shaping observed parasitic infection prevalences and pathology, but also for improving prospects for achieving effective parasite control in endemic communities [13] .
Here, we report on a survey and analysis of the published data on helminth polyparasitism to address these questions. We performed a meta-analysis of the assembled data following PRISMA guidelines [25] to evaluate the frequency of helminth co-infections and the presence and magnitude of the observed interspecific associations between specific parasite pairs; whereas we conducted a review together with a vote-counting-based analysis of compiled studies to evaluate the morbidity outcomes associated with each specific helminth polyparasitism type.
Methods

Meta-analysis framework
We collected and synthesized information from three different types of data: Type I (single and multiple infection prevalence data), Type II (frequency of individuals infected with 0,1, 2, . . ., N parasite species), and Type III (association data).
Search strategy and selection criteria
We searched the PubMed and Web of Science databases for studies published from inception to March 2017. We developed a search strategy using the following MeSH terms and keywords: "polyparasitism" AND "human", "helminth" AND "malaria" OR "tuberculosis" OR "HIV", "helminth" AND "coinfection" AND "human", and "parasitic" AND "coinfection" AND "human." We also identified additional references from the bibliographies of included studies.
Overall, study inclusion criteria are as follows: 1) study written in English, 2) study assessed human populations, 3) study included both sexes, and 4) standard diagnostic measures for helminths and the investigated co-infections were met. For tuberculosis, we excluded studies using the TB skin test due to the possibility of obtaining a false positive test from the Bacillus Calmette-Guérin vaccine. Due to the different objectives for each study type, specific inclusion and exclusion criteria for the different types of data are listed below.
Type I data evaluated the difference between single and multiple infection prevalence for helminth-helminth, helminth-intestinal protozoa, and helminth-malaria at the community level. To most accurately gain insight into the prevalence of co-infections that would be found in a community rather than a subset of the population, the relevant studies here had to meet the following criteria: 1) community-or school-based cross-sectional study design, 2) single and multiple co-infection data available for extraction, and 3) analysis of at least three helminth species for helminth-only, and two helminths for helminth-intestinal protozoa and helminth-malaria investigations.
Due to a paucity of community-based studies for helminth-HIV and helminth-TB studies, we assessed the mean difference of helminth-co-infected and HIV or TB singly infected individuals, respectively. This allowed the inclusion of additional study designs as well as studies conducted on subsets of the population. Inclusion criteria for these studies included: 1) case-control, cross-sectional, cohort or baseline randomized controlled trial study design, 2) provision of helminth prevalence among infected individuals, and 3) examination of at least two helminths. Studies were excluded if they focused on individuals presenting with diarrheal symptoms.
The Type II analysis evaluated the potential for interspecies interactions by comparing the observed species density frequency distributions to those expected assuming parasitic infection events are independent. Type II data used the same selection criteria as Type I, except that the Type II data required the number of individuals infected with 0,1, 2, . . ., N parasites and the prevalence of each individual parasite in the study community.
Type III studies providing association data had to meet the following criteria: 1) case-control, cross-sectional, cohort, or randomized controlled trial study design; 2) evaluation of associations between specific parasite pairs; and 3) provision of crude odds ratio, adjusted odds ratio, and/or data available to construct a 2x2 contingency table.
Identified titles and abstracts were examined by two independent reviewers (ZKC and RED). The full texts of potentially relevant articles were also evaluated by the same two reviewers. Articles meeting the inclusion criteria for the meta-analysis were subsequently screened for inclusion in the review of morbidity outcomes associated with polyparasitism.
The J values were then used to calculate the corrected mean difference (d) values:
Note, here for helminth-intestinal protozoa studies, we simply compared multiple versus single infection prevalences, irrespective of whether single infections were due to helminth or protozoan infection only. By contrast, for helminth-malaria, helminth-HIV, and helminth-TB, given the lack of information regarding single helminth infections, we compared the prevalence of helminth-malaria, helminth-HIV, and helminth-TB co-infected against malaria, HIV, and TB infection only, respectively.
For Type I helminth-malaria, helminth-HIV, and helminth-TB infected-only data, we additionally evaluated the prevalence of helminth infections among those harboring a malaria, HIV, or TB infection using the Freeman-Tukey double arcsine transformation [27] to address the problems of confidence limits extending beyond the 0,1 range and variance instability [28] . We back-transformed the results to proportions using a formula derived for the inverse of the Freeman-Tukey double arcsine transformation [29] . Heterogeneity between studies was assessed using the I 2 statistic [30] . We used fixed effects models where heterogeneity was not significant (I 2 <50%) and random-effects models for all other analyses. We used resampling methods to obtain bootstrapped 95% confidence intervals. We additionally conducted a metaregression to evaluate the effect of a moderator variable, publication year, on the helminth-helminth polyparasitism mean difference outcome. All analysis was conducted using the 'metafor' package [31] in R statistical software version 3.4.1 [32] .
To analyze Type II data, we compared the observed species density frequency distribution (number of individuals infected with 0,1, 2, . . .,N parasite species) from the collated field studies to the expected theoretical species density distribution computed using a null model developed by Janovy and colleagues to test for potential regularly occurring interspecies interactions [33] . This multiple-kind lottery model calculates the expected number of individuals infected with 0,1, 2, . . . N parasite species assuming independence of parasitic infection events and using the prevalence of a parasite species as the probability of infection success. The expected theoretical distribution was computed in this study via the implementation of the step-wise recurrence algorithm developed by Janovy and colleagues (S1 Text) [33] . The observed species density frequency distributions obtained directly from the studies were compared to the model-calculated expected distributions using chi-squared tests. Deviations in the observed data from the model-computed expected distribution can result from several processes, such as competitive interactions among parasite species or high host heterogeneity to infection [26] .
The main summary measure used for Type III association data was the odds ratio (OR) [95% Confidence Interval (CI)]. Adjusted odds ratios were used preferentially, and the crude and adjusted odds ratios were analyzed separately in addition to pooled. Studies with zerocount cells were adjusted by adding 0.5 to all cell counts [34] . Data was entered as log OR and variance of the log OR and a fixed effects or random effects model was run in the 'metafor' package [31] depending on the existence of significant between-study heterogeneity.
Study quality was assessed via a quality score computed using the NIH Quality Assessment Tool for Observational Cohort and Cross-sectional Studies and the NIH Quality Assessment Tool for Case-Control Studies [35] . Quality assessment for cohort and cross-sectional study designs was conducted differently for the Types I and II data and the Type III data due to their different objectives. For Types I and II data, which assessed prevalence and species density distributions, questions 6, 7, 13, and 14 were not included in the quality assessment score as they were not applicable to cross-sectional prevalence studies. The quality assessment score for Type III association data, and Type I and III case-control studies included all questions. Quality assessment scores are reported as percentages obtained by dividing the number of studies reporting a "Yes" answer to each included question by the number of included questions.
Reporting bias was assessed using visual inspection of funnel plots and statistical evaluation using Egger's regression test, where bias is evident when p<0.1 [36] .
The following variables were extracted for all data: study design, age range, study site (country), treatment status of community, diagnostic method(s), and the data relevant to each type.
Morbidity assessments
We undertook morbidity assessments by including any study that statistically evaluated the difference in a morbidity outcome between polyparasitized and singly parasitized individuals or polyparasitized and not polyparasitized individuals. Reported polyparasitism combinations were characterized as either having a positive, neutral or negative effect on the specified morbidity outcome. Positive and negative effects indicate the polyparasitized individuals experience a significantly better or worse health outcome, respectively, while neutral effects indicate the difference in morbidity outcomes was statistically insignificant. Chi-squared tests were conducted to determine if the total counts of observed positive, negative and neutral outcomes differed from those expected assuming the null hypothesis of equal proportions, which provides a vote-counting method based on deriving parameters for assessing outcomes against confidence intervals (α = 0.05) [23, 37] .
Results
A total of 3862 studies were identified using the search strategy followed in this study (Methods). After removing duplicates and irrelevant studies (based on perusal of information given in study titles and abstracts), we conducted full-text article assessments for eligibility on 499 of these studies, of which 211 were subsequently included in the meta-analysis (Fig 1) . An overview of study characteristics for each analysis performed is presented in Table 1, while tables of  individual study characteristics can be found in the Supplementary Information (S1-S5  Tables) .
For the 211 studies included in the meta-analysis, study quality was rated as either good (>70%), fair (50-70%), or poor (<50%) for each type of data for which a study met the inclusion criteria (S6 and S7 Tables). All studies for Type I and Type II data were rated as either good or fair and were thus included in the analysis. For Type III data, studies were rated in all three categories; those rated as poor were not included in the meta-analysis due to the significant risk of bias [35] .
Studies meeting the inclusion criteria for the meta-analyses of the mean prevalence difference between multiple and single infections numbered 50 for helminth-helminth studies [ 168] . All type I mean difference analyses were conducted used random effects models due to significant heterogeneity, ranging from a helminth-malaria I 2 of 61.3% to a helminth-helminth I 2 of 91.6% (Fig 2, S1-S4 Figs) . The prevalence of polyparasitized helminth-helminth and helminth-protozoa individuals exceeded the prevalence of singly-infected helminth and protozoa individuals by 14.0% (95% CI 4.6-23.4%) and 14.7% (5.3-24.0%), respectively (Figs 2 and 3A, S1 Fig) . For helminth-malaria, helminth-HIV, and helminth-TB, the prevalence of malariahelminth, HIV-helminth and TB-helminth co-infected individuals was less than the prevalence of individuals singly-infected with malaria, HIV, and TB, respectively, with mean differences of -12.0% (-22.5 --1.4%) for helminth-malaria, -29.5% (-45.1 --13.8%) for helminth-HIV, and -32.1% (-53.1 --11.1%) for helminth-TB (Fig 3A, S2-S4 Figs) . However, it is important to note that among those infected with malaria, HIV, and TB, the prevalence of helminth infections was notable; among malaria-infected individuals, 41.7% (29.8-54.1%) were co-infected with at least one helminth infection (Fig 3B) . HIV-, and TB-positive individuals, no bias was indicated for the helminth-malaria (p = 0.818), helminth-HIV (p = 0.361), or helminth-TB (p = 0.734) studies. Additionally, the meta-regression analysis indicated a downward trend in the helminth polyparasitism mean difference (helminth polyparasitism prevalence-helminth monoparasitism prevalence) over time (Fig 4) demonstrated significant differences in these distributions for helminth-intestinal protozoa studies (Tables 2 and 3 ). For both helminth-only and helminth-protozoa infections, most studies found greater than expected numbers of individuals infected with zero and greater than two parasites, while the majority of studies found fewer than expected numbers of individuals infected with one and two parasites (Fig 5) .
A total of eight helminth-helminth, five helminth-malaria, five helminth-HIV, and three helminth-TB parasite pairs had at least five studies with study quality �50% and were thus included in the Type III meta-analyses (Table 4) . Both fixed and random-effects models were run for the above parasite pairs based on absence or presence of significant between-study heterogeneity given that I 2 values for the different parasite pairs varied from 0% to 90%. Seven of the eight helminth-only pairs demonstrated a significant positive association ( Open circles indicate studies evaluated community-based differences in prevalence between multiply-and singly-infected individuals, while closed circles indicate studies evaluated the difference in prevalence between helminth co-infected and singly infected malaria, HIV, and TB positive individuals only, respectively. An asterisk denotes statistical significance at the 5% level. From the studies included in our meta-analysis, we identified three broad groups of morbidity-related outcomes for which multiple studies existed (Table 5) : anemia prevalence, hemoglobin levels, and growth-related outcomes (Fig 9) . Nine studies reporting differences in anemia prevalence between individuals with multiple infections compared to individuals with either single infections or no multiple infections showed 10 negative, 6 neutral, and 0 positive effects respectively on human health (Table 5) . Of the studies providing data on the difference in hemoglobin levels, the most common observation was that multiply-infected individuals had significantly lower hemoglobin levels; we classified 7 negative, 6 neutral, and 2 positive effects on human health from 11 studies. Seven studies provided information on growthrelated outcomes; from these studies we classified 8 negative, 16 neutral, and 0 positive effects from a range of indicators including BMI, stunting, age-for-height, and weight-for-height. The pattern of observed effects was significantly different than that expected assuming the null model of equal proportions for anemia prevalence (X 2 = 9.5, df = 2, p = 0.009) and growthrelated factors (X 2 = 16.0, df = 2, p<0.001), while the hemoglobin levels pattern was not statistically significant (X 2 = 2.8, df = 2, p = 0.247). https://doi.org/10.1371/journal.pntd.0007455.g004 Table 2 . Observed (O) and expected (E) species density frequency distributions of helminths in human hosts.
Study [reference]
O/ E total (n) n = 0 n = 1 n = 2 n = 3 n = 4 n = 5 n = 6 n = 7 X 
Discussion
Although studies have suggested the ubiquity of polyparasitism in the tropics [20,21], a systematic assessment of the frequency, magnitude, direction and clinical outcome of co-infections between the major human helminths and other pathogens has been lacking. This is despite increasing recognition that host co-infection with multiple pathogens is the norm, and that a better quantitative understanding of the nature and extent of polyparasitism can have important epidemiological, clinical and control implications [3,5,14,22,23].
Here, we have conducted analyses of the available published data on the occurrence of helminth polyparasitism to provide a first comprehensive assessment of the extent, nature and health consequences of helminth co-infection in humans. Our results indicate overall that coinfection with helminths is generally more prominent and produces poorer host health outcomes compared with single infections, irrespective of the diversity of inter-parasite associations studied, although this outcome is less apparent in the case of some interspecies infections O/ E total (n) n = 0 n = 1 n = 2 n = 3 n = 4 n = 5 n = 6 n = 7 X Table 4 ), or type of data by which these co-infections are reported. Thus, our meta-analyses of infection prevalence data demonstrated that helminth polyparasitism was significantly more abundant than single infections for both helminth-helminth (d = 14.0%; CI 4.6-23.4%) and helminth-intestinal protozoa (d = 14.7%; CI 5.3-24.0%) infections ( Fig 3A) . By contrast, while this predilection for a higher level of co-infection was not found for malaria, TB, and HIV infections, it is notable that helminthiasis was still common among those hosts infected with these pathogens (Fig 3B) . Similarly, assessment of the frequency distribution of species richness among different host classes revealed that for both helminth-helminth and helminth- intestinal protozoa studies, single and double infections are observed less than expected by chance, while uninfected host classes and host classes with greater than two species occurred more frequently than expected (Fig 5) . Finally, our analysis of the direction and magnitude of the interspecies associations recorded (Table 4) show that while the majority of evaluated pairs of helminths were found to be significantly positively associated, signifying those infected with a specific helminth were significantly more likely to be infected with another compared to uninfected hosts, we found S. mansoni and hookworm to be the only two helminths significantly positively associated with malaria, whereas S. stercoralis was the only helminth exhibiting a significant positive association with TB and HIV. A multitude of factors acting at various hierarchical levels from the within-host infra-parasite community level to the higher host community level could explain the observed positive associations between specific helminth and helminth, malaria, TB, and HIV pairs; such factors may include similar transmission routes, genetically-modified and immunologically-mediated host responses to infection, overlapping environmental distribution of parasite fauna, and commonly occurring social risk factors [216] [217] [218] [219] . At the individual host level, an additional consideration is interspecies interactions, where specific helminth species can either interact within the human host with both other worms and microparasites directly in a negative or positive manner or act to regulate co-infections top-down via interactions with the host immune system [14, 19] . If these bottom-up or top-down interspecies interactions among parasites in a host community are common and strong, then the distribution of within-host infracommunity species richness would not be expected to simply reflect the prevalences of the various parasite species. Thus, the findings based on the Janovy null model analysis of the interspecies associations among helminth-helminth and helminth-protozoa communities, which showed in general that more studies reported a greater than expected numbers of individuals with zero infections or infected with greater than two parasites while the majority of studies found fewer than expected numbers of individuals infected with one or two parasites (Fig 5) , could be due to shared common transmission routes [220, 221] , or modifications affected by either direct interactions between parasites or via the host immune system [17,18]. With regard to the involvement of helminth-mediated top-down control of microparasites through the immune system, several studies have suggested that helminth infection may alter host susceptibility to TB [5]; one study not only found an association between helminths and TB but noted associations of increasing magnitude with an increasing number of helminths harbored [138] . Our study finding of positive associations between helminths and TB, with S. stercoralis being significant, supports this observation. By contrast, the effect of helminth coinfections on the clinical presentation of TB is not conclusive; some studies have found no significant effects of helminth infection on TB severity [134, 137, 222] , while one study demonstrated that TB-helminth co-infected individuals have been found to have more advanced clinical presentation [144] , although the extent to which this can be attributed to helminthinduced immunity changes or larval migration through the lungs remains unclear [5] . A study which found that deworming may result in a significant improvement in pro-inflammatory cytokine responses in latent-TB infected individuals which may reduce disease progression from latent to active TB suggests the importance of helminth-induced immunity changes in disease progression [223] .
Researchers have hypothesized that helminth infections might increase one's susceptibility to HIV due to the helminth-induced strong T helper 2 (Th2) response and downregulation of the antiviral T helper 1 (Th1) response [224] [225] [226] ; a recent study provided prospective data demonstrating lymphatic filariasis increased the likelihood of HIV infection [227] . Our findings of predominantly positive associations, although only one was significant, provide support to this hypothesis. It is to be noted, here, that in addition to immunological factors, detrimental physical conditions, such as anemia and malnutrition, which are associated with helminthiasis, may also increase susceptibility to HIV and disease progression to AIDS [5] . A recent review on the effect of deworming medications on HIV disease progression concluded that while deworming of HIV-infected adults may positively affect HIV disease progression markers in a small and short-term manner, more research is needed to better understand this result [228] .
Likewise for malaria, helminth-induced alteration of the balance between Th1 and Th2 type immune responses may increase susceptibility to malaria, although helminth-induced immunity is also thought to protect against severe complications of malaria [5, 229] . However, population studies have provided conflicting reports of the relationship between helminths and malaria [229] , although a recent review suggested these conflicting reports might be due to differences in the association of individual helminths with malaria [230] , which is additionally reflected in this meta-analysis.
Ecological research into assembly rules structuring within-host parasite infracommunities suggests that apart from the action of factors at the host level, species richness in such parasite assemblages may also reflect the outcome of forces acting at the broader host community level [218] . Such factors may range from environmental and climatic variables that govern the biogeography of parasite and host species, including latitudinal gradient effects [218, 231] , epidemiological factors, such as exposure intensity, herd immunity and population density, to socio-economic factors that underlie host community sensitivity and adaptive response to parasitic infection [232] [233] [234] [235] . This macroecological perspective to unravelling and predicting observed species richness in parasite assemblages means that investigative frameworks that can integrate species interactions at the within-host level with factors that govern parasite richness at the broader host community and ecological levels need to be developed and applied if we are to better understand the forces that govern the observed helminth polyparasitic patterns uncovered in this study. This will also include the derivation and evaluation of process-driven hierarchical approaches if better mechanistic understandings of the transmission and control of the human helminths are to be ultimately achieved [18] . Of the studies included in this meta-analysis which evaluated morbidity outcomes, most exhibited negative effects of helminth co-infections on hemoglobin levels and anemia prevalence (Table 5; Fig 9) . While the etiology of anemia is multifactorial [236] , many of the diseases studied in this meta-analysis are known to contribute to anemia, including malaria, schistosomiasis, hookworm, HIV and tuberculosis [237] [238] [239] [240] . The proposed mechanisms by which these various diseases contribute to anemia vary, but an additive effect of such co-infections seems likely [22] . Thus, the finding that helminth co-infections are overwhelmingly associated with negative health outcomes of both higher anemia prevalences and lower hemoglobin levels is not unexpected. By contrast, the analyses evaluating growth-related variables were mostly neutral in outcome, although all statistically significant results were negative with no significant positive effects reported (Table 5 ). Malnutrition and associated poor growth outcomes have been found to be associated with helminth and intestinal protozoan infections [241, 242] , which comprise the bulk of the reviewed health effects, and thus the finding of either neutral or negative outcomes in this study is similarly not surprising. Nevertheless, the consistency of these detrimental effects observed across the range of pathogens investigated indicates that multiple infections associated with helminths generally result in worsened health outcomes. This result suggests that the health burden of helminthiases may be significantly underestimated currently. It also implies that more systematic holistic data on the outcomes of helminth polyparasitism, including co-infection with pathogens types that were not represented in the present studies, will be required if more accurate estimates of helminth disease burden is to be quantified. A positive finding for disease control efforts from this study is that helminth-helminth polyparasitism prevalence appears to be decreasing over time (Fig 4) , although this finding was only approaching significance (p = 0.072). This general trend can likely be attributed to deworming programs being instituted in endemic countries, although development may also be contributing to this decline. Overall, this result suggests the benefit of continuing deworming programs to reduce the prevalence of helminth polyparasitism. However, this analysis was limited by the dependence in this study on published data in the literature; while this metaanalysis was based on epidemiological studies conducted in endemic countries, these collated studies are not necessarily representative of the different geographies as they were not designed to obtain a representative sample of helminth prevalence within a political boundary. Routine surveillance data with a consistent approach to measuring and reporting polyparasitism would provide more accurate estimates and allow for additional analysis of trends in the data.
Morbidity
These study findings also have important implications for global health interventions seeking to alleviate the disease burden. There is a tendency in medicine and public health to consider infectious diseases in isolation [21] ; however, the findings of this paper challenge this inclination. Not only is polyparasitism common in the tropics, potential interactions between helminths and other co-infections may also exacerbate both susceptibility to and disease progression of major infectious diseases including malaria, TB, and HIV. Co-infected individuals largely exhibit more severe morbidity outcomes than those either singly infected or not coinfected. While the exact mechanisms by which helminths interact with microparasites to affect host susceptibility and disease progression require further research, our findings of frequent co-infections and positive associations support the call for integrating deworming into routine treatment of malaria, HIV, and TB [243] [244] [245] . While there recently has been an effort to integrate treatments of the helminthic neglected tropical diseases [243] [244] [245] , the call to integrate deworming into malaria, TB, and HIV treatment protocols has largely gone unanswered [246] . A recent mathematical modelling exercise suggested that a mass drug administration strategy reducing lymphatic filariasis transmission could potentially increase malaria prevalence, underscoring the importance of taking an integrated approach to disease control [15, 16] . Overall, our study results suggest that new community ecology-based frameworks that can combine biomedical research into interspecies interactions at the individual host level with epidemiological, social, and ecological studies of factors that drive parasite species diversity at the host community level, will be ultimately needed if we are to shed better light on the direct and indirect processes that structure within-host parasite communities, parasite pathology, and on methods to accomplish the control of such communities [13, 14, 18] .
This meta-analysis has several limitations. Firstly, Egger's regression test indicated seven of the twenty-nine analyses presented here exhibited reporting bias. This bias could be attributed to publication bias, whereby the results are influenced by the publication or non-publication of studies, or to language bias as we only accepted studies published in English. For three of the analyses with potential reporting biases, (Type I helminth-HIV and Type III hookworm-HIV and T. trichiura-hookworm), larger studies indicated higher prevalence or odds ratio. However, for the other four analyses (Type I helminth-malaria, Type III S. stercoralis-TB, A. lumbricoideshookworm, and T. trichiura-S. stercoralis) the prevalence of co-infections and the associations may be overestimated as larger studies indicated lower prevalence or odds ratios. The asymmetry noted in the funnel plots could also be due to true heterogeneity, whereby there are differences in underlying risk in the different sampled communities [36] . An additional limitation of this study is that the diagnostic method used to detect helminths was predominantly microscopic examination of stool samples using the Kato-Katz technique [247] ; this method is known to underestimate the prevalence of single and multiple helminth infections, particularly when only a single stool sample is conducted and in areas of low intensity infections [248, 249] . Therefore, this meta-analysis likely underestimated the true prevalence of helminth polyparasitism and co-infections. An additional limitation is that Type III studies were largely cross-sectional in nature which precludes temporal analysis to evaluate if a specific parasitic infection affects susceptibility to an additional parasitic infection. Finally, the analysis is further limited by the lack of a consistent approach to studying polyparasitism and analyzing polyparasitism data as evidenced by the multiple analyses we conducted and the ineligibility of many studies for all types of analysis. A consistent methodology to quantify and evaluate polyparasitism would provide improved estimates of its magnitude and allow for additional analyses of patterns that could inform more targeted interventions to combat polyparasitism. 
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